71
Piscivorous mammals, including dogs, cats and humans, serve as definitive hosts and become 72 infected by eating raw or fermented fish harbouring the metacercariae of the parasite [7] . 
Reverse-Phase (RP) LC-MS/MS analysis

195
Each dried fraction was reconstituted in 12 μl of 5% formic acid and 3 µl of the with a fold change of at least 1.5 (log 2 =0.6) were considered for further analysis [34] .
Proteins were classified according to GO categories using the program Blast2Go [35] 235 and pie charts were generated using the second level of the GO hierarchy. Heatmaps 236 representing the differentially expressed proteins in the headfoot and body of infected snails 237 were generated in R using ggplot2 [36] and clustering was performed using Euclidean 
Results
243
Samples from the body and headfoot of infected and uninfected Bithynia snails were Table 1 . process" (8.1% and 9.3%) and "organic substance metabolic process" (8.1% and 9.3%) 273 within "biological process" (Figure 2b ). No significant differences were observed between 274 enriched GO terms from body and headfoot of infected snails.
276
Significantly differentially expressed proteins from the headfoot of infected snails 277 were grouped into 8 GO annotation categories and plotted in a clustered heatmap (Figure 3 ).
278
Clustering was performed using Euclidean distances and dendrograms were reordered based 
Discussion
295
Despite the public health impact of infections with the carcinogenic liver fluke in
296
Southeast Asia, and the significant advances in knowledge of the molecular and patho- 
